Transcriptome analysis using high-throughput next-generation sequencing (HT-NGS) technology provides the capability to understand global gene expression variations through a wide range of tissue samples in domesticated animals. We provide raw and analysed data
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for transcriptomic analysis of liver tissues from Polish-HF, Polish Red and Hereford cattle breeds, obtained by RNA-seq. High quality sequencing data have been analysed using our bioinformatics pipeline which consists of FastQC for quality controls, Trimmomatic for trimming, and BWA version 0.7.5-r404 for alignment to the Bos taurus reference genome, SAMtools for SNPs identifications, and differentially expressed genes (DEGs) identification using DEseq and edgeR pipelines after adjustment for false-discovery rate (FDR) with adjusted two sided p values <0.01 and the trimmed mean of M values (TMM) normalisation method. The data accompanying the published manuscript describing the SNPs and DEGs identification in the bovine liver transcriptome of cattle breeds. Raw FASTq files for the RNA-seq libraries are deposited in the NCBI Sequence Read Archive (SRA) and have been assigned BioProject accession PRJNA312148. Raw and processed RNA-seq data were deposited and made publicly available on the Gene Expression Omnibus (GEO; GSE114233). land in a closed herd, and providing uniform feeding and environmental conditions.
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Experimental procedure: Total RNA from all liver samples were extracted by TRIzol reagent. The mRNA was isolated by using the Dynabeads ® mRNA Direct ™ kit (Thermo Fisher). The dUTP directional mRNA libraries preparation was performed by chemical hydrolysis, converted to first strand cDNA with random hexamers, and second strand synthesized with dUTP according to the NEBNext Ultra Directional RNA library preparation Kit for Illumina (New England Bio Labs). The cDNA fragments were end-repaired, A-tailed, and ligated to the TruSeq y-tail single indexes from Illumina TruSeq DNA kit. The indexed libraries were cut with USER enzyme, and PCR amplified for 12 cycles, followed by quantitation of libraries using qPCR according to the Illumina Sequencing Library qPCR Quantification Guide (Kapa Biosciences). The Omics data with 156x156 bp paired-end sequence reads were generated using the Illumina NextSeq 500 platform High Output/300 cycle kits from Illumina.
Raw Omics data:
The FASTq raw data were obtained after removal of the adaptor sequences using cutadapt software (https://cutadapt.readthedocs. io/en/stable/) with minimum overlap length was set to 10 and error rate was set to 0.05, followed by trimming of the low quality bases at 3'-end using sequence quality control (FastQC).
Processed and filtered Omics data:
The paired-end reads were mapped/ aligned to the Bos taurus reference genome Ensembl75_UMD3-1.1 plus the Chromosome Y from Btau_4.6.1 assembly, by using BWA version 0.7.5-r404 [6] and the HT-Seq framework, version 0.5.3p9 (https://pypi. python.org/pypi/HTSeq/0.5.3p7), to count the mapped/aligned reads using the STAR BWA tools [7] . The SNPs processed and filtered data was obtained by using SAMtools mPileUp package to call SNPs and indels [8] and by using Microsoft Office Excel. The DEGs processed and filtered data was obtained by using DE-seq [9] and EdgeR [10] pipelines and by using Microsoft Office Excel. 
